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Supplementary Tables   Table S1 . Specification of the bacterial artificial chromosome (BAC) clones that were used for the fluorescence in situ hybridization-based comparative chromosome barcoding. Figure S1 . The BAC-FISH-based comparative chromosome barcoding with the clones derived from chromosome Bd1 of (A) Brachypodium distachyon (2n = 10, x = 5) mapped to chromosomes Bp2, Bp6, and Bp7 of the diploids (B) B. sylvaticum and (C) B. pinnatum (both 2n = 18, x = 9). Only one homologue from a pair is shown. The colors of the BAC identifiers in the first column indicate the fluorochrome that was used (green, FITC; red, tetramethylrhodamine; yellow [false color], Alexa Fluor 647). The chromosomes were counterstained with DAPI (blue). The colored bars on the left and the BAC identifiers that were assigned to specific clones correspond to those on the cytogenetic maps in Figure  1 . The BACs Bd1S/1-5 and Bd1L/24-28 from Bd1 mapped to chromosome Bp2, probes Bd1S/7-10 and Bd1L/21-23 hybridized to Bp6 and probes Bd1S/11-Bd1L/19 with Bp7. The probes 1S/4-7, 1S/10-12, 1L/18-19-21, and 1L/23-24-26 showed chromosomal breakpoints in the genome Bp compared to the chromosomal fusion points in the genome Bd. Probes Bd1S/1 + CEN + Bd1L/28 map to chromosome Bp2, whereas probes Bd1S/7 + CEN + Bd1L/23 hybridized to chromosome Bp6 and Bd1S/15 + CEN + Bd1L/16 with chromosome Bp7 thus indicating the presence of two NCF events in the Bd genome of B. distachyon that involve three ancestral chromosomes which were similar to Bp2, Bp6, and Bp7 of the x = 9 genome Bp. Figure S2 . The BAC-FISH-based comparative chromosome barcoding with the clones derived from chromosome Bd1 of (A) Brachypodium distachyon (2n = 10, x = 5) mapped to chromosomes Bp2+Bp3, Bp2, Bp4+Bp6, Bp6, Bp5+Bp7, and Bp7 of the allotetraploids (B) B. pinnatum and (C) B. phoenicoides (both 2n = 28, x = 5 + 9). Only one homologue from a pair is shown. The colors of the BAC identifiers in the first column indicate the fluorochrome that was used (green, FITC; red, tetramethylrhodamine; yellow [false color], Alexa Fluor 647). The chromosomes were counterstained with DAPI (blue). The colored bars on the left and the BAC identifiers that were assigned to specific clones correspond to those on the cytogenetic maps in Figure 3 . BACs Bd1S/1-5 and Bd1L/24-28 from Bd1 mapped to chromosomes Bp2+Bp3 and Bp2, the probes Bd1S/7-10 and Bd1L/21-23 to Bp4+Bp6 and Bp6, and the probes Bd1S/11-Bd1L/19 to Bp5+Bp7 and Bp7. The probes 1S/4-7, 1S/10-12 and 1L/18-21, and 1L/23-26 show the chromosomal breakpoints in both Bp subgenomes compared to the chromosomal fusion points in genome Bd. Probes Bd1S/1 + CEN + Bd1L/28 map to chromosomes Bp2+Bp3 and Bp2, whereas probes Bd1S/7 + CEN + Bd1L/23 hybridized to chromosomes Bp4+Bp6, Bp6, and Bd1S/15 + CEN + Bd1L/16 with chromosomes Bp5+Bp7 and Bp7 thus indicating the presence of two NCF events in the Bd genome of B. distachyon that involved three ancestral chromosomes, which were similar to Bp2, Bp6, and Bp7 of the x = 9 genome/subgenome Bp. Figure S3 . The BAC-FISH-based comparative chromosome barcoding with the clones derived from chromosome Bd2 of (A) Brachypodium distachyon (2n = 10, x = 5) mapped to chromosomes Bp1 and Bp8 of the diploids (B) B. sylvaticum and (C) B. pinnatum (both 2n = 18, x = 9) and chromosomes Bp1, Bp9+Bp8, and Bp8 of the allotetraploids (D) B. pinnatum and (E) B. phoenicoides (2n = 28, x = 5 + 9). Only one homologue from a pair is shown. The colors of the BAC identifiers in the first column indicate the fluorochrome that was used (green, FITC; red, tetramethylrhodamine; yellow [false color], Alexa Fluor 647). The chromosomes were counterstained with DAPI (blue). The colored bars on the left and the BAC identifiers that were assigned to specific clones correspond to those on the cytogenetic maps in Figure 1 for the diploids B. sylvaticum and B. pinnatum and in Figure 3 for the allotetraploids B. pinnatum and B. phoenicoides. BACs Bd2S/2-6 and Bd2L/14-19 from Bd2 mapped to chromosomes Bp1, probes Bd2S/8 to Bd2L/13 on Bp8 and Bp9+Bp8. Probes Bd2S/6-8-10 and Bd2L/12-13-14 show the chromosomal breakpoints in the genome/subgenomes Bp compared to the chromosomal fusion points in the genome Bd. Probes Bd2S/10 + CEN + Bd2L/12 map to chromosomes Bp8 and Bp9+Bp8, whereas probes Bd2S/2 + CEN + Bd2L/19 hybridized to Bp1 thus indicating the presence of one NCF event in the Bd genome of B. distachyon that involved two ancestral chromosomes which were similar to Bp1 and Bp8 of the x = 9 genome/subgenome Bp. Figure S4 . The BAC-FISH-based comparative chromosome barcoding with the clones derived from chromosome Bd3 of (A) B. distachyon (2n = 10, x = 5) mapped to chromosomes Bp4 and Bp3 of the diploids (B) Brachypodium sylvaticum and (C) B. pinnatum (both 2n = 18, x = 9) and Bp2+Bp3, Bp3 chromosomes as well as Bp4+Bp6 and Bp4 chromosomes of the allotetraploids (D) B. pinnatum and (E) B. phoenicoides (both 2n = 28, x = 5 + 9). Only one homologue from a pair is shown. The colors of the BAC identifiers in the first column indicate the fluorochrome that was used (green, FITC; red, tetramethylrhodamine; yellow [false color], Alexa Fluor 647). The chromosomes were counterstained with DAPI (blue). The colored bars on the left and the BAC identifiers that were assigned to specific clones correspond to those on the cytogenetic maps in Figure 1 for the diploids B. sylvaticum and B. pinnatum and in Figure 3 for the allotetraploids B. pinnatum and B. phoenicoides. BACs Bd3S/1-3 and Bd3L/14-18 from Bd3 mapped to chromosomes Bp4+Bp6 and Bp4, probes Bd3S/4-7 and Bd3L/9-12 to Bp2+Bp3 and Bp3. Probes Bd3S/3-5, Bd3L/9-12-14 and Bd3S/1 + Bd3L/12-14 show the chromosomal breakpoints in the genome/subgenome Bp compared to the chromosomal fusion points in the genome Bd. Probes Bd3S/1 + CEN + Bd3L/16 map to chromosomes Bp4+Bp6 and Bp4, whereas probes Bd3S/7 + CEN + Bd3L/9, Bd3S/4 + CEN + Bd3L/12 and Bd3S/4-Bd3L/7-12 hybridized to chromosomes Bp2+Bp3 and Bp3, thus indicating the presence of one NCF event in the Bd genome of B. distachyon that involved two ancestral chromosomes that were similar to Bp4 and Bp3 of the x = 9 genome/subgenome Bp. . The chromosomes were counterstained with DAPI (blue). The colored bars on the left and the BAC identifiers that were assigned to specific clones corresponded to those on the cytogenetic maps in Figure 1 for the diploids B. sylvaticum and B. pinnatum and in Figure 3 for the allotetraploids B. pinnatum and B. phoenicoides. All of the Bd4-derived BACs mapped in the same order along chromosome Bp5 thus indicating its high structural conservation in relation to Bd4. These clones also hybridized to the distal parts of both chromosome arms of the Bp5+Bp7 chromosome. The Bd5-derived BACs correspond to one ancestral chromosome and were mapped in a conserved order on chromosome Bp9 and in the distal parts of both chromosome arms of the Bp9+Bp8 chromosome. Figure S6 . The BAC-FISH-based comparative chromosome barcoding with the clones derived from chromosomes Bd1-Bd5 of (A) Brachypodium distachyon (2n = 10, x = 5) mapped to chromosomes in different genotypes of the allotetraploids B. pinnatum (B) PI 430277, (C) PI 249722, and (D) PI 251445 (all 2n = 28, x = 5 + 9). Only one homologue from a pair is shown. The colors of the BAC identifiers in the first column indicate the fluorochrome that was used (green, FITC; red, tetramethylrhodamine; yellow [false color], Alexa Fluor 647). The chromosomes were counterstained with DAPI (blue). The colored bars on the left and the BAC identifiers that were assigned to specific clones correspond to those on the cytogenetic maps in Figure 3 . The specific distribution of Bd3S/4 + Bd3S/7 + Bd3L/12 BAC clones indicates the presence of a pericentric inversion in chromosome Bp2+Bp3. Probes Bd1S/4 (Bp2 in the x = 9 subgenome Bp) and Bd3L/9 (Bp3 in the x = 9 subgenome Bp) mapped together to the Bp2+Bp3 chromosome of the x = 5 subgenome Bp; this is evidence of one NCF that involved two ancestral chromosomes that were similar to Bp2 and Bp3. Probes Bd1L/23 (Bp4 in the x = 9 subgenome Bp) and Bd3S/1 (Bp6 in the x = 9 subgenome Bp) mapped together to the Bp4+Bp6 chromosome of the x = 5 subgenome Bp thus revealing one NCF event. Probes Bd1L/18 (Bp5 in the x = 9 subgenome Bp) and Bd4L/8 (Bp7 in the x = 9 subgenome Bp) hybridized together to the Bp5+Bp7 chromosome of the x = 5 subgenome Bp thus revealing another NCF that was specific to this subgenome. The same applies to probes Bd2S/10 (Bp8 in the x = 9 subgenome Bp) and Bd5L/4 (Bp9 in the x = 9 subgenome Bp) that mapped together to the Bp9+Bp8 chromosome of the x = 5 subgenome Bp. BAC clone Bd2S/6 mapped only to chromosome Bp1 of the x = 9 subgenome and Bp1 of the x = 5 subgenome thus indicating a lack of the chromosomal fusions that are involved in the formation of these chromosomes. No intraspecific variation was revealed among the studied genotypes. Figure S7 . The BAC-FISH-based comparative chromosome barcoding with the clones derived from chromosomes Bd1-Bd5 of (A) Brachypodium distachyon (2n = 10, x = 5) mapped to the chromosomes in the different genotypes of the allotetraploids B. phoenicoides (B) PI 253503 and (C) PI 89817 (all 2n = 28, x = 5 + 9). Only one homologue from a pair is shown in each cell. The colors of the BAC identifiers in the first column indicate the fluorochrome that was used (green, FITC; red, tetramethylrhodamine; yellow [false color], Alexa Fluor 647). The chromosomes were counterstained with DAPI (blue). The colored bars on the left and the BAC identifiers that were assigned to specific clones correspond to those on the cytogenetic maps in Figure 3 . The specific distribution of Bd3S/4 + Bd3S/7 + Bd3L/12 BAC clones indicates the presence of a pericentric inversion in chromosome Bp2+Bp3. Probes Bd1S/4 (Bp2 in the x = 9 subgenome Bp) and Bd3L/9 (Bp3 in the x = 9 subgenome Bp) mapped together to the Bp2+Bp3 chromosome of the x = 5 subgenome Bp thus providing evidence for one NCF that involved two ancestral chromosomes that were similar to Bp2 and Bp3. Probes Bd1L/23 (Bp4 in the x = 9 subgenome Bp) and Bd3S/1 (Bp6 in the x = 9 subgenome Bp) mapped together to the Bp4+Bp6 chromosome of the x = 5 subgenome Bp thus revealing one NCF event. Probes Bd1L/18 (Bp5 in the x = 9 subgenome Bp) and Bd4L/8 (Bp7 in the x = 9 subgenome Bp) hybridized together to the Bp5+Bp7 chromosome of the x = 5 subgenome Bp thus revealing another NCF specific for this subgenome. The same applies to probes Bd2S/10 (Bp8 in the x = 9 subgenome Bp) and Bd5L/4 (Bp9 in the x = 9 subgenome Bp) that mapped together to the Bp9+Bp8 chromosome of the x = 5 subgenome Bp. BAC clone Bd2S/6 mapped only to chromosome Bp1 of the x = 9 subgenome and Bp1 of the x = 5 subgenome thus indicating a lack of the chromosomal fusions that are involved in the formation of these chromosomes. No intraspecific variation was revealed among the studied genotypes. Figure S8 . The BAC-FISH-based comparative chromosome barcoding with the clones derived from chromosomes Bd1-Bd4 of (A) Brachypodium distachyon (2n = 10, x = 5) mapped to the chromosomes of the diploids (B) B. pinnatum PI 185135 and (C) B. glaucovirens (both 2n = 16, x = 8). Only one homologue from a pair is shown in each cell. The colors of the BAC identifiers in the first column indicate the fluorochrome that was used (green, FITC; red, tetramethylrhodamine; yellow [false color], Alexa Fluor 647). The chromosomes were counterstained with DAPI (blue). The colored bars on the left and the BAC identifiers that were assigned to specific clones correspond to those on the cytogenetic maps in Figure 2 . Probes Bd1L/22 (Bp6 in the x = 9 subgenome Bp) and Bd3L/12 (Bp3 in the x = 9 subgenome Bp) mapped together to the Bp6+Bp3 chromosome of the x = 5 subgenome Bp. The same applied to probes Bd1L/23 (Bp6 in the x = 9 subgenome Bp) and Bd3L/12 (Bp3 in the x = 9 subgenome Bp). The specific distribution of BACs Bd1S/7 + Bd1L/23 + Bd3L/12 revealed the presence of an end-to-end fusion in the 2n = 16 diploid perennials (B,C) that involved two ancestral chromosomes that were similar to Bp6 and Bp3 of the x = 9 subgenome Bp, which led to the formation of the specific Bp6+Bp3 chromosome. The chromosomal arrangement of Bd1S/7 + Bd1L/21 + Bd1L/23 indicated the presence of a pericentric inversion within the Bp6+Bp3 chromosome. Figure S9 . The BAC-FISH-based comparative chromosome barcoding with the clones derived from chromosome Bd1 of (A) Brachypodium distachyon (2n = 10, x = 5) mapped to chromosomes Bm2, Bm2', Bm6, Bm6', Bm7, Bm7', and Bm3' of (B) B. mexicanum (2n = 40, x = 10 + 10). Only one homologue from a pair is shown. The colors of the BAC identifiers in the first column indicate the fluorochrome that was used (green, FITC; red, tetramethylrhodamine; yellow [false color], Alexa Fluor 647). The chromosomes were counterstained with DAPI (blue). The colored bars on the left and the BAC identifiers that were assigned to specific clones correspond to those on the cytogenetic maps in Figure  4 . BACs Bd1S/1-6 and Bd1L/24-29 mapped to chromosomes Bm2 and Bm2', probes Bd1S/7-10 and Bd1L/21-23 to Bm6 and Bm6'. Probes Bd1S/11-Bd1L/20 mapped to Bm7, whereas probes Bd1S/13-Bd1L/20 mapped to Bm7', and probes Bd1S/11-12 mapped to Bm3'. BAC clones Bd1S/5-7, Bd1S/9-11, and Bd1S/11-13 as well as Bd1L/20-22 and Bd1L/22-24 show chromosomal breakpoints in the subgenomes Bm and Bm' compared to the chromosomal fusion points in the genome Bd. BAC clone Bd1S/1 had a second hybridization signal on the opposite arms of Bm2'. Within the BAC triplet Bd1L/26-28, clone Bd1L/26 mapped to the opposite arm of Bm2' compared to Bm2. Probe triplets Bd1L/20 + Bd1L/21 + Bd1L/22 were characterized by an inverted arrangement of clones Bd1L/21-23 thus indicating the presence of a paracentric inversion in the long arm of Bm6' compared to Bm6. Comparative mapping of the Bd1-derived clones to B. mexicanum chromosomes is continued in Figure  S10 . Figure S10 . The BAC-FISH-based comparative chromosome barcoding with the clones derived from chromosomes Bd1 and Bd3 of (A) Brachypodium distachyon (2n = 10, x = 5) mapped to chromosomes Bm2, Bm2', Bm6, Bm6', Bm7, Bm7', Bm3 and Bm3' of (B) B. mexicanum (2n = 40, x = 10 + 10). Only one homologue from a pair is shown. The colors of the BAC identifiers in the first column indicate the fluorochrome that was used (green, FITC; red, tetramethylrhodamine; yellow [false color], Alexa Fluor 647). The chromosomes were counterstained with DAPI (blue). The colored bars on the left and the BAC identifiers that were assigned to specific clones correspond to those on the cytogenetic maps in Figure 4 . BACs Bd1S/1 + CEN + Bd1L/29 mapped to chromosomes Bm2 and Bm2', probes Bd1S/7 + CEN + Bd1L/23 hybridized to chromosomes Bm6 and Bm6', whereas clones Bd1S/11 + CEN + Bd1L/18 mapped together only on chromosome Bm7 thus indicating the presence of two NCF events in the Bd genome of B. distachyon that involved three ancestral chromosomes that were similar to Bm2, Bm6, and Bm7 of the x = 10 subgenome Bm. The arrangement of the probe triplets Bd1S/1 + CEN + Bd1L/29 and Bd1S/2 + Bd1S/5 + Bd1L/28 indicated a large pericentric inversion combined with a duplication of the region hybridizing with clone Bd1S/1 on chromosome Bm2'. The probe triplets Bd1S/7 + Bd1L/21 + Bd1L/23 were characterized by an inverted arrangement of clones Bd1L/21 and Bd1L/23 clones thus indicating the presence of a paracentric inversion in the long arm of Bm6' compared to Bm6. BACs Bd1S/11 and Bd1L/18 hybridized together to chromosome Bm7 and separately on Bm7' and Bm3'. Probe triplets Bd1L/18 + Bd3S/4 + Bd3L/12 and Bd1S/15 + Bd1L/18 + Bd3L/12 as well as Bd1L/18 + Bd3L/9 + Bd3L/12 and Bd1S/15 + CEN + Bd3L/8 derived from chromosomes Bd1 and Bd3 hybridized together to chromosome Bm7', revealing the occurrence a reciprocal translocation between this chromosome and Bm3'. Figure S11 . The BAC-FISH-based comparative chromosome barcoding with the clones derived from chromosome Bd2 of (A) Brachypodium distachyon (2n = 10, x = 5) mapped to chromosomes Bm1, Bm1', Bm8, and Bm8' of (B) B. mexicanum (2n = 40, x = 10 + 10). Only one homologue from a pair is shown. The colors of the BAC identifiers in the first column indicate the fluorochrome that was used (green, FITC; red, tetramethylrhodamine; yellow [false color], Alexa Fluor 647). The chromosomes were counterstained with DAPI (blue). The colored bars on the left and the BAC identifiers that were assigned to specific clones correspond to those on the cytogenetic maps in Figure 4 . BACs Bd2S/1-6 and Bd2L/14-20 mapped to chromosomes Bm1 and Bm1', while the probes from Bd2S/7 to Bd2L/13 to Bm8 and Bm8'. The BAC triplets Bd2S/5-6-7 and Bd2L/12-13-14 had chromosomal breakpoints in the subgenomes Bm and Bm' compared to the chromosomal fusion points in the genome Bd. Probes Bd2S/11 + CEN + Bd2L/12 hybridized to chromosomes Bm8 and Bm8', whereas the BAC triplets Bd2S/2 + CEN + Bd2L/18, Bd2S/2 + Bd2S/5 + Bd2L/14, and Bd2S/2 + Bd2L/14 + Bd2L/19 hybridized to chromosomes Bm1 and Bm1' thus indicating the presence of one NCF event in the Bd genome of B. distachyon that involved two ancestral chromosomes that were similar to Bm1 and Bm8 or to Bm1' and Bm8' of subgenomes Bm. Figure S12 . The BAC-FISH-based comparative chromosome barcoding with the clones derived from chromosome Bd3 of (A) Brachypodium distachyon (2n = 10, x = 5) mapped to chromosomes Bm4, Bm4', Bm3, Bm3' and Bm7' of (B) B. mexicanum (2n = 40, x = 10 + 10). Only one homologue from a pair is shown. The colors of the BAC identifiers in the first column indicate the fluorochrome that was used (green, FITC; red, tetramethylrhodamine; yellow [false color], Alexa Fluor 647). The chromosomes were counterstained with DAPI (blue). The colored bars on the left and the BAC identifiers that were assigned to specific clones correspond to those on the cytogenetic maps in Figure 4 . BACs Bd3S/1-3 and Bd3L/13-18 mapped to chromosomes Bm4 and Bm4'. Probes Bd3S/4-7 and Bd3L/8-12 mapped together to chromosome Bm3. Additionally, clones Bd3S/4-7 hybridized also to Bm3', whereas probes Bd3L/8-12 hybridized to chromosome Bm7', indicating the presence of a reciprocal translocation between chromosomes Bm7' and Bm3'. Probe triplets Bd3S/3-5, Bd3S/7 + CEN + Bd3L/9, Bd3L/12-14, Bd3S/4 + CEN + Bd3L/12, and Bd3L/9-12-14 show the chromosomal breakpoints in the subgenomes Bm and Bm' compared to the chromosomal fusion points in the genome Bd. Probes Bd3S/1 + CEN + Bd3L/16 hybridized to chromosomes Bm4 and Bm4', whereas probes Bd3S/7 + CEN + Bd3L/9 and Bd3S/4 and Bd3L/12 hybridized to chromosome Bm3 thus indicating the presence of one NCF event in the Bd genome of B. distachyon that involved two ancestral chromosomes similar to Bm4 or Bm4' and Bm3 of subgenomes Bm. Figure S13 . The BAC-FISH-based comparative chromosome barcoding with the clones derived from chromosome Bd4 of (A) Brachypodium distachyon (2n = 10, x = 5) mapped to chromosomes Bm5, Bm5', Bm10, and Bm10' of (B) B. mexicanum (2n = 40, x = 10 + 10). Only one homologue from a pair is shown. The colors of the BAC identifiers in the first column indicate the fluorochrome that was used (green, FITC; red, tetramethylrhodamine; yellow [false color], Alexa Fluor 647). The chromosomes were counterstained with DAPI (blue). The colored bars on the left and the BAC identifiers that were assigned to specific clones correspond to those on the cytogenetic maps in Figure 4 . BACs Bd4S/1-3 and Bd4L/8-13 mapped to chromosome Bm5 and Bm5', while probes Bd4S/4-6 and Bd4L/7 to Bm10 and Bm10'. Bm5 was the only 35S rDNA-bearing chromosome in B. mexicanum that had a distinct secondary constriction on its short arm. Chromosomes Bm5' and Bm10' carried 5S rDNA loci on their long arms; these loci differed in terms of their localization and size. In contrast to the reference chromosome Bd4, Bm10 did not have a 5S rDNA locus. The distribution of clones Bd4L/12-13 on the short arm of chromosome Bm5' in relation to probe Bd4L/11 mapped to the opposite chromosome arm, which indicates the presence of an intrachromosomal translocation that is connected with a paracentric inversion. BAC clone Bd4S/4 hybridized to chromosomes Bm10 and Bm10', giving a strong signal on the former and a very weak signal on the latter. The different order of Bd4S/6 + 5S rDNA + Bd4L/7 loci in Bm10' compared to Bd4 suggests the occurrence of a small pericentric inversion that involved the proximal region of Bm10'. Probes Bd4S/2-4, Bd4S/6 + CEN + Bd4L/8, and Bd4S/6 + Bd4L/7-8 and Bd4S/1 + Bd4S/3 + Bd4L/7 had chromosomal breakpoints in the subgenomes Bm and Bm' compared to the chromosomal fusion points in the genome Bd. Probes Bd4S/1 + Bd4L/8 + Bd4L/11 and Bd4S/1 + Bd4S/3 + Bd4L/11 mapped to chromosome Bm5 and Bm5', whereas the probes from Bd4S/4-6 to Bd4L/7 hybridized to chromosomes Bm10 and Bm10' thus indicating the presence of one NCF event in the Bd genome of B. distachyon that involved two ancestral chromosomes that were similar to Bm5 and Bm10 or Bm5' and Bm10' of subgenomes Bm and Bm'. Figure S14 . The BAC-FISH-based comparative chromosome barcoding with the clones derived from chromosome Bd5 of (A) Brachypodium distachyon (2n = 10, x = 5) mapped to chromosomes Bm9 and Bm9' of (B) B. mexicanum (2n = 40, x = 10 + 10). Only one homologue from a pair is shown. The colors of the BAC identifiers in the first column indicate the fluorochrome that was used (green, FITC; red, tetramethylrhodamine; yellow [false color], Alexa Fluor 647). The chromosomes were counterstained with DAPI (blue). The colored bars on the left and the BAC identifiers that were assigned to specific clones correspond to those on the cytogenetic maps in Figure 4 .
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